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STIC-Biotech/ChemLib 



' From: Switzer, Juliet 

Sent: Monday, March 20, 2006 4:44 PM 

To: STIC-Biotech/ChemLib 

Subject: please search 



For 10/633659 

please search the following: 

1. SEQ ID NO 1 

2. Nucleotides 441 -455 of each of seq id no 1 , seq id no 2, seq id no 3, and seq id no 
4; please print at least all 100% hits 

3. Nucleotides 449-459 of each of seq id no 1 , seq id no 2, seq id no 3, and seq id no 
4; please print at least all 100% hits 

4. Please do a score/length search of nucleotides 426-485 of seq id no 1 , wherein 
position 455 is an N, and sequence length is 12 nucleotides to 60 nucleotides and teh 
score over length value is 80%. 

please return results on disk. 

THANKS. 



Juliet Switzer .- 

Art Unit 1634 0 o 

phone: 571-272-0753 ~'[. ^ r 
office: Remsen 2A61 "'*"' : 

mailbox: 2C70 './ f; 

o^'i 0 Li: 




********************* 

Searcher: 

Searcher Phone: 

Date Searcher Picked up:_ 

Date completed: 

Searcher Prep Time: 

Online Time: 



Type of Search 

NA# AA#: 

S/L: Oligomer: 

Encode/Trans! : 

Structure #: Text: 

Inventor: Litigation:_ 



******************** 

Vendors and cost where applicable 

STN: ; 

DIALOG: 

QUESTEL/ORBIT: 

LEXIS/NEXIS:_ 

SEQUENCE SYSTEM: 

WWW/Internet: 

Other (Specify): 



SCORE OVER LENGTH SEARCHES 



Attached is a score over length search. This search was developed to overcome 
limitations in most standard search systems which favor large sequences with high 
scoring, but lesser overall identity over smaller sequences with higher overall identity. 
This search is especially useful for relatively small nucleic acid or polypeptide target 
sequences (antisense, fragments, probes, primers, RNAi, epitopes, haptens, etc.) claimed 
functionally via a form of hybridization and/or identity language and having defined 
upper and lower polynucleotide and or polypeptide length limits. 

The score over length search is performed by first running the query sequence using 
examiner-specified identity and polynucleotide or protein length limit parameters, and 
saving 65,000 hits and 0 alignments from each desired database. The resulting output is 
reformatted using a Microsoft Word macro and is imported into Excel. The summary 
table data are then sorted by the ratio of score of each hit sequence divided by its length 
and the accession numbers for all hits below the examiner's desired score over length 
parameters are deleted. The remaining accession numbers are used to pull the 
corresponding sequences from the databases into subdatabases enriched for good hits and 
the query sequence is re-run against these subdatabases to yield the final results. 

The score over length cutoff for this search is J ^£^^H /£~£?0 

Examiner Please Note: This cover sheet should be included when submitting results to 
be scanned. 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



March 23, 2006, 15:39:32 ; Search time 0.001 Seconds 

(without alignments) 
11.040 Million cell updates/sec 

US-10-633-659-1-N455 

59 

1 cggggccaggagctaggttt ccctcagcacagggtctgtg 60 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 0.5 

5 seqs, 92 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 5 summaries 



10 



Database : 



pubnewdb : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 


15 


.8 


26. 


.8 


19 


1 


US- 


11 


-101 


-244-1122053 


Sequence 


1122053, 


2 


15 


.8 


26. 


.8 


19 


1 


us- 


11 


-083 


-784-1122053 


Sequence 


1122053, 


3 


15 


.4 


26. 


. 1 


18 


1 


us- 


10 


-310 


-914A-149256 


Sequence 


149256, 


4 


15 


.4 


26. 


. 1 


18 


1 


us- 


10 


-310 


-914A-576667 


Sequence 


576667, 


5 




15 


25, 


. 4 


18 


1 


us- 


10 


-310 


-914A-1337481 


Sequence 


1337481, 



GenCore version 5.1.7 

Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



March 23, 2006, 15:42:31 ; Search time 0.001 Seconds 

(without alignments) 
178.320 Million cell updates/sec 

US-10-633-659-1-N455 
59 

1 cggggccaggagctaggttt ccctcagcacagggtctgtg 60 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 0.5 



106 seqs, 1486 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 106 summaries 



212 



Database 



pubmaindb: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


20 


33 


. 9 


20 


1 


US-10-239-176-9 


Sequence 


9, Appli 




2 


18 


30 


. 5 


19 


1 


US-10-070-415A-22 


Sequence 


22, Appl 




3 


18 


30 


. 5 


19 


1 


US-10-070-415A-23 


Sequence 


23, Appl 




4 


18 


30 


.5 


19 


1 


US-10-070-415A-24 


Sequence 


24, Appl 




5 


18 


30 


.5 


19 


1 


US-10-070-415A-25 


Sequence 


25, Appl 




6 


15 


25. 


.4 


16 


1 


US-09-813-031-5 


Sequence 


5, Appli 




7 


15 


25. 


.4 


16 


1 


US-09-813-031-6 


Sequence 


6, Appli 




8 


15 


25 


.4 


16 


1 


US-09-813-031-7 


Sequence 


7, Appli 




9 


15 


25 


.4 


16 


1 


US-09-813-031-8 


Sequence 


8, Appli 


c 


10 


15 


25 . 


.4 


16 


1 


US-09-813-031-13 


Sequence 


13, Appl 


c 


11 


15 


25. 


.4 


16 


1 


US-09-813-031-14 


Sequence 


14, Appl 


c 


12 


15 


25. 


.4 


16 


1 


US-09-813-031-15 


Sequence 


15, Appl 


c 


13 


15 


25. 


.4 


16 


1 


US-09-813-031-16 


Sequence 


16, Appl 




14 


15 


25. 


. 4 


16 


1 


US-09-813-990A-5 


Sequence 


5, Appli 




15 


15 


25. 


. 4 


16 


1 


US-09-813-990A-6 


Sequence 


6, Appli 




16 


15 


25. 


.4 


16 


1 


US-09-813-990A-7 


Sequence 


7, Appli 




17 


15 


25. 


,4 


16 


1 


US-09-813-990A-8 


Sequence 


8, Appli 


c 


18 


15 


25. 


.4 


16 


1 


US-09-813-990A-13 


Sequence 


13, Appl 



c 


1 Q 

i y 


1 G 
X b 


9 c: 

z b 


. 4 


1 £ 

x b 


X 


T TQ _ 

uo 


u y 


.pi 1 

O X b 


_ Q Q A A 1 A 

- y y ua- 14 


C q/m i An /~i 

bequence 


1 4 An-nl 
14 , AppX 


c 


9 0 

z u 


1 c: 
X b 


9 R 

z b . 


A 

. 4 


1 £ 
X o 


i 

X 




HQ 
u y 




- y y ua- l b 


bequence 


1 g; Annl 

X b , App X 


c 


z X 


1 c. 


9 c: 
Z b 


A 

. 4 


1 & 
x b 


1 

X 


T TC 


n q 
u y 


Pi 1 9 
O Xb 


- y y ua- i b 


bequence 


1 CZ Annl 

x b , App X 




9 9 
Z z 


i c 
lb 


9 C 

zb 


A 

. 4 


1 b 


X 


T TC 

Ub - 


1 u 


coo 
-bbb 


-bby-b 


Sequence 


5 , App 1 i 




9 9 

Zb 


1 rr 

lb 


A IT 
Zb 


. 4 


lb 


X 


T TO 

Ub - 


n n 

1 u 


a 9 9 
-bbb 


-bby-D 


Sequence 


6 , App 1 i 




9 /I 

z 4 


T C 

lb 


9 tr 

z b 


A 

. 4 


1 b 


X 


T TC 

Ub - 


i n 
1 u 


C 9 9 

-bbb 


- bb y - / 


Sequence 


7 , App 1 i 




9 c: 

Z D 


i r 
1 b 


9 cz 

z b 


A 

. 4 


1 £ 

1 b 


1 
X 


T TC 

Ub - 


i n 
1 u 


C 9 9 

-bbb 


- b b y - o 


Sequence 


8 , App 1 1 


c 


9 C 
Z D 


1 b 


9 tr 

zb 


A 

. 4 


i c 
1 b 


X 


T TC 

Ub - 


i n 
1 u 


a 9 9 
-bbb 


- b b y - lb 


Sequence 


13 , Appl 


c 


9 "7 

z / 


i g 
1 b 


9 c; 
z b 


A 

. 4 


1 c 
1 b 


X 


T TC 

Ub - 


i n 
1 u 


C 9 9 

-bbb 


C CZ Q 1/1 

- b b y - 14 


Sequence 


14 , Appl 


c 


9 Q 
Z o 


1 g: 

i b 


9 g: 
Zb 


A 

. 4 


1 c 
1 b 


X 


T TC 

Ub - 


1 U 


-bbb 


(Z C Q i c 

- bb y - lb 


Sequence 


lb, Appl 


c 


9 Q 

z y 


lb 


9 C 

z b 


A 

. 4 


i £ 
1 b 


1 


T TC 

Ub - 


i n 
1 U 


£ 9 9 

-bbb 


CZ c Q 1 c 

-bb y - lb 


Sequence 


16, Appl 




9 n 


1 A 
X 4 


9 9 
Z J 


9 
. / 


1 c: 
l b 


X 


T TC 

Ub - 


i n 
1 u 


n 9 n 


A 1 c: A 9 9 
- 4 X bA- Z / 


Sequence 


9 T A -^n-v-^1 

z / , Appl 




9 1 


X <± 


9 9 
Z J 


9 


1 c: 
x b 


X 


T TC 

Ub - 


1 u 


- u / u 


- 4 X bA- Z o 


bequence 


9Q A -r-NT^I 

zo , Appl 




9 9 
bZ 


1 /I 
14 


9 9 
Zb 


n 

. f 


1 cz 

1 b 


1 


T TC 

Ub - 


i n 
1 U 


n 9 n 
- U / U 


- 4 X bA- z y 


• Sequence 


29, Appl 




0 9 

33 


14 


A 1 

z3 


. 1 


15 


1 


T TO 

us - 


i n 
10 


-zby 


-175-2 


Sequence 


2, Appli 




34 


14 


9 9 

Zb 


*n 

, 1 


1 b 


-1 

1 


T TO 

Ub - 


10 


o o o 

-ziy 


-175-3 


Sequence 


3, Appli 




3 b 


1 A 

14 


9 9 
Z J 


. / 


1 c 

lb 


X 


T TC 

Ub - 


i n 
1U 


9 9 O 

-zby 


- 1 / b - 4 


Sequence 


4, Appli 


c 


3 D 


19 Q 
lz . O 


9 1 
Z 1 


. / 


1 c 
1 b 


1 

1 


T TC 

Ub - 


i n 
1U 


9 9 n 
- /bU 


- / / l-zzz 


Sequence 


222 , App 




J / 


1 9 

lz 


9 n 
z U 


"3 
. J 


1 c 

1 b 


1 


T TO 

Ub - 


n q 

uy 


-ozb 


-o Ub - 13 / 


Sequence 


137, App 




9 Q 
3 O 


11.4 


1 Q 

i y . 


o 
. 6 


1 9 

1 3 


1 


t to 

Ub - 


1 u 


-zb / 


-01 /B-byoyb 


Sequence 


59693, A 


c 


b y 


11 A 
11.4 


1 Q 

i y 


• -J 


1 9 
1 J 


1 


T TC 

Ub - 


i n 
1U 


9 C *"7 

-zb / 


-Ul /B-byby4 


Sequence 


rr o r n a a 

59 694 , A 




a n 


11 A 
X JL . 4 


1 Q 

x y 


O 
. J 


1 9 
1 J 


X 


T TC 

Ub - 


i n 
1 U 


-zb / 


ni9Q £T/I9n9 

-Ul / Jb-b4zub 


Sequence 


(Z A 9 A 9 A 

b4z 03 , A 


c 




11 A 
-L -L . 4 


1 Q 

x y 


9 
. J 


1 9 
X J 


1 
X 


T TC 

Uo - 


i n 


9 g: 9 

- z b / 


A19T3 CZ.A1C\A 
-Ul / Jb~b4ZU4 


Sequence 


C A 9 A A A 

b4 z 04 , A 




A 9 

4 z 


11 /I 
11.4 


1 Q 

iy 


. J 


1 9 

X J 


1 


T TO 

Ub - 


i n 

lu 


9 C ^7 

-zb / 


-ui /B-z033yy 


Sequence 


A A *5 *T) A A 

203399 , 


c 


43 


11 A 

11.4 


1 Q 

i y 


*a 


1 9 
1 J 


1 


T TO 

Ub - 


1U 


-z b / 


-01 7B-z 034 0 0 


Sequence 


A A /I /A A 

203400 , 




/l A 

4 4 


11 A 

11.4 


1 Q 

iy 


o 


1 9 
1 J 


1 


T TO 

Ub - 


t n 
1 0 


-2 57 


-01 /B-zO /by / 


Sequence 


207697 , 


c 


4 b 


11 A 

11.4 


1 o 

i y 


o 
. J 


1 9 
lb 


1 


T TO 

Ub - 


1 U 


o c ^ 

- z b / 


-01 /B-z0 /6yo 


Sequence 


A A T /" A O 

207698 , 


c 


4 D 


1 1 
1 1 


1 D 

lo 


. b 


1 9 

Iz 


"1 
1 


T TC 

Ub - 


i n 
1U 


n r n 

-zb / 


AITD Tl OzT£0 

-01 /B-3 13bbo 


Sequence 


313668 , 




A 9 

4 / 


i i 
1 1 


1 o 

lo 


r 
. O 


T 9 
13 


-I 
1 


T TO 

Ub - 


n o 

Uy 


-8z5 


one to/" 

-805-136 


Sequence 


136, App 




A Q 
4 O 


1 1 


1 Q 

lo 


/- 

. o 


lb 


1 


T TO 

Ub - 


10 


-z57 


- 017B-35763 


Sequence 


35763, A 


c 


/I Q 

4 y 


i i 
1 1 


1 o 

lo 


. b 


1 9 
lb 


1 


T TO 

Ub - 


i n 
10 


-2 57 


-01 /B- 3 b /64 


Sequence 


35764 , A 




a 

bU 


1 T 
1 1 


1 D 

lo 


. b 


1 9 
lb 


1 
1 


T TO 

Ub - 


i n 
1U 


-zb / 


A1 nn A A ~\ fZ C\ 

-01 /B-44 lby 


Sequence 


A A T /" A TV 

44169, A 


c 


b 1 


1 1 
1 1 


1 Q 

lo 


. b 


1 9 
lb 


1 


T TC 

Ub - 


i n 
1 U 


9 CI 9 

-zb / 


n 1 9 TD /I A 1 *7 A 

-01 /B-441 / U 


Sequence 


/I /I T T A A 

44170, A 




c 9 
bZ 


1 1 
1 1 


1 Q 

lo 


. b 


1 9 
lb 


1 


T TO 

Ub - 


t n 
1 U 


n r i 

-zb / 


Ai nn n O T O 

-01 /B-oolby 


Sequence 


O O T /■* A 7\ 

88169, A 


c 


g. 9 
D b 


1 t 
1 1 


1 Q 

lo 


. b 


1 9 
lb 


1 


T TO 

Ub - 


i n 
1U 


-2 57 


-01 /B-ool70 


Sequence 


88170, A 




b4 


1 1 


1 Q 

lo 


. b 


1 9 
lb 


1 


T TC 

Ub - 


t n 
1U 


9 d "~7 

-z57 


-01 /B-oo337 


Sequence 


r> n a a t 7\ 

88337, A 


c 


DO 


1 1 


1 Q 

lo 


. b 


lb 


1 


T TO 

Ub - 


i n 
1U 


-2 57 


-01 /B-88338 


Sequence 


88338, A 




G c 
b b 


1 1 
1 1 


lo 


. b 


1 9 
1 b 


X 


T TO 

Ub - 


i n 
1U 


9 tZ *"7 

-zb / 


-Ul /B-111U4 1 


Sequence 


111041 , 


c 


C 9 


1 1 
1 1 


1 o 

lo 


r 
. O 


1 9 
lb 


1 


T TO 

Ub - 


10 


-2 57 


-017B-111042 


Sequence 


111042 , 




G Q 
DO 


1 1 
1 1 


1 o 

lo 


r 
. 0 


lb 


-1 

1 


T TO 

Ub - 


t n 

10 


-257 


-017B- 111043 


Sequence 


111043 , 


c 


G Q 

d y 


1 1 
1 1 


1 Q 

lo . 


. b 


1 9 
lb 


1 


T TC 

Ub - 


i n 
10 


OCT 

-zb / 


AI td T 1 1 n /I A 

-01 /B- 111044 


Sequence 


111044 , 




b U 


1 1 
1 1 


1 O 

lo . 


r 
. O 


1 9 
lb 


1 


T TO 

Ub- 


t n 
1 0 


-257 


-01 /B- lzy y83 


Sequence 


129983 , 


c 


a i 
b 1 


1 1 
1 1 


1 Q 


. b 


1 9 
lb 


1 


T TO 

Ub - 


i n 
1 0 


9 c: *~7 

-zb / 


-01 /B- lz yy84 


Sequence 


T A A n A /I 

12 9984 , 




C 9 

bz 


1 1 
1 1 


1 o 

lo . 


r 
. O 


lb 


1 


Ub - 


i n 
10 


-z57 


-017B-137951 


Sequence 


137951 , 


c 


£ 9 

b J 


1 1 
1 1 


1 o 

lo . 


r 

. b 


1 9 
lb 


1 


T TO 

Ub - 


i n 

1 0 


-257 


- 017B- 137952 


Sequence 


137952 , 




b4 


in a 
1 U . 4 


1 T 
1 / . 


. b 


lz 


1 


T TO 

Ub - 


t n 
1 0 


-257 


A 1 1- 7T~» O A A r A 

- 017B-28y05y 


Sequence 


289059 , 




(Z c: 


in a 
1 U . 4 


1 9 
X / , 


. b 


1 9 

lz 


1 


T TO 

Ub - 


1 u 


OCT 

-zb / 


AT TD oAC/)AA 

-01 /B-zyb4z y 


Sequence 


295429 , 


c 


b b 


in a 
. 1 U . 4 


1 9 

1 / , 


. b 


1 9 

lz 


1 
1 


T TO 

Ub - 


t n 
1 0 


9 cr i 

-zb / 


AT TO OATA/*"T 

-017B-^y7067 


Sequence 


AAt A/"n 

297067 , 


c 


c n 

b / 


in a 
1 U . 4 


1 T 

1 / . 


. b 


lz 


1 
1 


T TO 

Ub - 


n n 

10 


-257 


AT TO "^AO/IOD 

-017B-302428 


Sequence 


302428 , 


c 


c o 
b o 


t n a 
1 U . 4 


1 T 
1 / , 


. 6 


lz 


1 


us - 


10 


-257 


- 017B-3 0242 9 


Sequence 


302429 , 








1 7 


c 

. D 


1 9 


1 

X 


TTC - 


X U 


- 9 g; 9 

- Z 3 / 


-A19R 9A9AAQ 
Ul / D- jUjooo 


bequence 


9 n 9 Q Q Q 
b Ub o O 0 , 




70 


10.4 


17. 


, 6 


12 


1 


us- 


10 


-257 


-017B-334462 


Sequence 


334462, 


c 


71 


10.4 


17. 


, 6 


12 


1 


us- 


10 


-257 


-017B-339313 


Sequence 


339313, 


c 


72 


10.4 


17. 


, 6 


12 


1 


us- 


10 


-257 


-017B-344864 


Sequence 


344864, 




73 


10.4 


17 . 


.6 


12 


1 


us- 


10 


-257 


-017B-356640 


Sequence 


356640, 


c 


74 


10.4 


17 . 


.6 


12 


1 


us- 


10 


-257 


-017B-370259 


Sequence 


370259, 




75 


10. 4 


17. 


.6 


13 


1 


us- 


10 


-257 


-017B-1097 


Sequence 


1097, Ap 



c 


T £ 
/ D 


7 A 
10 . 


, 4 


1 ""7 
1 / . 


(Z 
. D 


l J 


1 


T TC 


1 A 

1 u 


OCT 
-ZD 1 


A 7 TT7 

-01 /tt- 


7 A A O 

1 Oyo 


Sequence 


1 A A O 7\ ^ 

i o y 8 , Ap 




1 1 
1 1 


1 A 
1 0 . 


A 

. 4 


7 "7 


c 
. b 


lo 


i 
i 


T TC 


1 A 

1 u 


-ZD / 


A 7 TQ 
- U 1 / iD - 


•7 Q 7 C 7 

3o lb 1 


Sequence 


Jolbl , A 


c 


/ o 


7. A 

1 u . 


A 

. 4 


1 T 


. D 


lo 


i 


T TO 


1 A 

1 u 


- ZD 1 


A 1 ID 

-01 / h> - 


O Q 7 C O 

Jo Ibz 


Sequence 


J O 1 DZ , A 




/ y 


1 A 

10 . 


A 

, 4 


T T 


rr 
, D 


1 J 


i 


T TC 


7 A 

1 0 


OCT 
-ZD 1 


A 7 TT7 

-01 /hi - 


A O A O A 

43 y3 y 


Sequence 


A O A O A 7V 

43y3y , a 


c 


o a 
o 0 


T A 


A 

, 4 


1 / . 


. b 


1 J 


l 


T TC 


7 A 
10 


OCT 
-ZD 1 


A 7 TT7 

-01 / b - 


43 940 


Sequence 


43940, A 




8 I 


1 A 
10 . 


■ 4 


1 / . 


. 6 


7 O 
1 J 


1 


T TC 

Ub - 


1 A 
10 


OCT 

-ZD 1 


A 7 "7r7 
-01 IB- 


A f r A T 

4 664 7 


Sequence 


46647, A 


c 


Q O 


1 A 

10 . 


A 

. 4 


1 T 


. b 


1 J 


l 


T TC 

Ub - 
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A f f A O A 
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OJ 


1 A 
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. 6 
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1 
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, 4 
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13 


1 
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46822 
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T TC 

Ub - 


7 A 
10 


OCT 

-ZD I 
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, b 


7 O 


1 


T TC 

Ub - 


7 A 
1 0 


OCT 

-ZD 1 


A 7 TO 

-01 IB- 
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Sequence 
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-ZDl 
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7 A O 7 7 "7 
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103 114 , 
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10 


OCT 

-ZDl 
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yz 


7 A 
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, 4 


7 ""7 
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Sequence 


7 A "~7 O 7 A 
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y4 
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1 
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10 
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c 


Q Q 
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1J 
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Sequence 
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, 4 
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10 
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c 
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.6 


13 
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Sequence 
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. 4 
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.6 


13 


1 
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10 
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-017B- 
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Sequence 


211199, 


c 
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10. 


. 4 


17. 


. 6 


13 


1 
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10 


-257 


-017B- 


211200 


Sequence 


211200, 
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10. 


.4 


17. 


. 6 


13 


1 
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10 


-257 


-017B- 
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Sequence 
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c 
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-017B- 
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Perfect score: 
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Scoring table: 



Searched : 



March 23, 2006, 15:41:24 ; Search time 0.001 Seconds 

(without alignments) 
238.320 Million cell updates/sec 
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140 seqs, 1986 residues 
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Minimum DB seq length: 0 
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Post -processing : Minimum Match 0% 
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Listing first 141 summaries 
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ngsdb: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
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DB 


ID 
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1 


40 


67 


.8 


46 


1 


ADL92258 


Human MxA gene PCR 




2 


20 


33 


. 9 


20 


1 


ADJ87116 


Nucleotide sequenc 




3 


20 


33 


. 9 


20 


1 


ADL92245 


Human MxA gene det 




4 


20 
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. 9 


20 


1 
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Target nucleotide 




5 


20 
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. 9 


20 


1 


ADW92006 


Forward direction 




6 


18 
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. 5 


19 


1 
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Pathogenic organis 




7 


18 


30 


. 5 


19 


1 


ABX08689 


Pathogenic organis 




8 


18 


30 


. 5 


19 


1 


ABX08691 


Pathogenic organis 




9 


18 


30 


.5 


19 


1 


ABX08690 


Pathogenic organis 


c 


10 


15 


25 


.4 


16 


1 


AAI70386 


MxA gene promoter 




11 


15 


25. 
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16 


1 


AAI70379 


Human MxA gene pro 




12 


15 


25. 
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16 


1 


AAI70380 


Human MxA gene pro 


c 


13 


15 
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.4 


16 


1 
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14 


15 
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16 


1 
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Human MxA gene pro 


c 


15 


15 
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16 


1 
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c 


16 


15 
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16 


1 
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17 


15 
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.4 


16 


1 
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Human MxA gene pro 


c 
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15 
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.4 


16 


1 
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c 


1 Q 
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1 b 
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X 


7A7AT9n9RC 
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Human MxA gene pro 


c 
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1 7 
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Z b 


A 
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1 


7A7AT7n9C9 
AA1 / UJbi 


Human MxA gene pro 




7 /I 

z4 
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7 c 

z b 


. 4 


lb 


1 


AA1 / U7b / 


Human MxA gene pro 


c 


Z D 


19 


zb 


. 4 


lb 


1 


AA1 / Uj dz 


Human MxA gene pro 
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Z D 


1 A 

14 


7 7 
Z7 


-7 

. / 


1 b 


1 


AdaUo b y b 


Pathogenic organis 




9 7 
Z / 


14 


7 7 
Z Jj 


. / 


1 b 


1 
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Z O 
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14 
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-} 
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lb 


1 
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Pathogenic organis 
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14 
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1 
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Pathogenic organis 
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1 
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1 
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1 
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7 z 
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14 
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Z J 
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1 


7A PvT 7 9 1 Q 7 
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7 9 

7 7 


1 A 
1 4 


9 9 


1 


1 b 


■ X 


A T7M T AQ71 
AJJMJ Uo / 1 


Escherichia col i n 




9 A 
74 


1 A 
14 


7 7 
Z 7 


. / 


lb 


1 


A T~^A/t O A O (Z Ci 

AUMJ Dob y 
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c 
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1 4 
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Z7 
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1 


auiyi / y / y u 
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9 fi 


1 4 
X 
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Z 7 


. / 


i r 
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1 
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Human MxA gene pro 
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1 4 
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7 
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1 
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Human MxA gene pro 




9 Q 
7 O 


1 A 
1 4 


9 9 
Z7 


7 
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lb 


1 


a r^T r\ oo7r\ 
AJJ 1 U z 7 / U 
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9 Q 

j y 


1 4 


7 7 
Z7 
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. / 


1 b 


1 


AJJ 1 (J Z 7 / 1 


Target nucleotide 






1 4 


9 9 
Z 7 


n 
. 1 


i r 

1 D 


1 


A T7Ta7 Q 7 H 1 7 

Auwyz u lz 


Nucleic acid G-pro 




4 1 
*± x 


1 4 

x 


9 9 
Z J 


n 
. 1 
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1 b 


1 


A PiTaT Q 7 A 1 7 

Auwyz u io 


Nucleic acid T-pro 


c 


4 9 
^± z 


14 


9 9 
Z >3 


. / 


1 

1 b 


1 


A TV V Q70Q7 

ad x y / j y / 
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/-I 
L. 


4 9 


1 4 


9 9 
Z 7 


. / 


1 R 
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1 


A PiVQ 7 OQC 

ad Y y / 6 y b 
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c 
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1 A 
1 4 


7 7 
Z7 
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lb 
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1 


A t O C "7 o 
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Novel existence ra 


c 


A n: 
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14 


7 7 
Z7 
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15 


1 


ADZ 5 8 67 1 


Novel existence ra 




A £. 


U . 4 


7 7 
ZZ 
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1b 


1 


ADR / 4 / 4 o 


Allele specific pr 




4 / 


1 J 


ZZ 


r\ 
. 0 


14 


1 
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Human MxA gene pro 


c 


.4 Q 

4 o 


1 J 
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Human MxA gene PCR 
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x b 
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R 0 
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1 

X 
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1 9 
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1 R 
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1 
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1 
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L. 
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z U . 
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lb 


"I 

1 
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1 
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ArsLbyb / / 
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7 


17 


1 
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Oligonucleotide SE 
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O 
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1 
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Oligonucleotide SE 




R9 
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1 Q 


7 

7 
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X 


AdLj y b / b 


01 igonucleot ide SE 




fi fi 


11 
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1 Q 
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7 


17 


-1 

1 
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Oligonucleotide SE 


r 1 


1 

o J. 
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1 Q 

i y . 


O 
7 
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X 


AdLo4 lo / 


01 igonucleot ide SE 


/-i 


fi9 
D Z 


11 4 
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1 Q 
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O 


17 


1 
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Oligonucleotide SE 




£9 

D 7 


11 4 
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1 Q 

i y . 


7 


1 9 
1J 


1 
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AohlU / /z L) 


01 igonucleot ide SE 




fi4 
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1 Q 

l y . 




1 A 

14 


1 


A A T 7Q O O A 1 
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L- 
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o 
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lz 


1 
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Oligonucleotide pr 




D D 


1 1 

X X 
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b 
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17 


1 
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Oligonucleotide SE 




D / 


1 1 

X X 


1 A 
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b 


1 9 
17 


1 
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Oligonucleotide SE 




fi Q 
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b 


17 


1 
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Oligonucleotide SE 
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D 


1 9 
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X 
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Oligonucleotide SE 




70 


11 
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71 
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6 


13 


1 
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C 
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c 


Q ^1 

o4 


i n 
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D 
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Iz 


X 
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D 
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X 
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O D 
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D 
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X 
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X 
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X / , 


. o 


1 ~i 


1 
X 


AnrlZ X D 0 U 


uiiyonucieOLiae ob 


c 


X U Z 


i n 
x u 


. 4 


1 9 

X / . 


(Z 


1 9 

X Z> 


X 


a Dp/ ^onc; 
AdL.4 do u d 


uiiyonucieOLiae on 




i n 9 

1 U j 


i n 
x u 


. 4 


1 9 
X / . 




1 9 
X J 


X 


A DpQ ACQQ 
AtJUo U Do O 


uiiyonucieociae on 




1 HA 
X U4 


i n 
x u 


. 4 


1 9 

X / . 




1 9 
lj 


X 


A RT4 119 9 9 
AorlX Xz Z z 


uiiyonucieOLiae on 


c 


1 AC 

1 UD 


i n 
X U 


A 

. 4 


1 1 
1 / 


. b 


1 9 
1 J 


X 


A dpi oc/n 
AdL / z d4 / 


Oligonucleotide SE 




i n£ 

JL U D 


i n 
x u 


. 4 


1 9 

X / . 


. b 


1 7 
1 J 


X 


a Dpn line 

A13L.U llUo 


uiiyonucieOLiae on 


c 


i n *7 
1U / 


i n 
X u 


. 4 


X / 


. b 


1 Q 


1 


AdL4 bbo 1 


Oligonucleotide SE 




i no 
lUo 


i n 
x u 


. 4 


1 9 
X / 


. b 


1 9 

1 Z> 


X 


ADCHO 1 1 cz, 
Aor Uo 1 1 b 


ui igonuci eot. iae on 


c 


i n q 
1 U y 


i n 
1 U 


. 4 


X / . 


. b 


1 1 


1 


A DP - ) 01 oc 

AbLo 0 lo d 


Oligonucleotide SE 




nin 
1 1 U 


i n 
1 U 


A 


1 9 

X / , 


(Z 

. b 


1 9 

lo 


X 


AdL4 do U4 


Oligonucleotide SE 




i i i 
1 1 1 


i n 


. 4 


1 9 

X / . 


. b 


1 9 
1 J 


X 


ADT791 9C/1 

Aor 0 Xz b4 


ui lgonucieot iae on 


c 


1 1 9 
1 1 Z 


i n 
x U 


. 4 


1 9 

X / . 


. b 


1 9 
1 J 


X 


AD179/1 90Q 
Aor z 4 0 / y 


ui lgonucieoc iae on 


L. 


1 1 7 

1 X O 


i n 
X U 


. 4 


1 9 

X / . 


. b 


1 9 
1 J 


X 


arpo 0 ft 9 9 
ADT Z / O Z z> 


uiiyonucieociae on 




114 
X X 4 


i n 
1 U 


. 4 


1 9 
X / 


. b 


1 9 
1 J 


X 


7\ DDQ QOQ^ 

Aor 0 y Z 0 b 


Oligonucleotide SE 




1 1 c 
X J. D 


i n 
x U 


A 

. 4 


1 9 
X / 


(Z 

. b 


1 "3 
1 J 


X 


A DPO Q1 O/l 
AdLj 0 Xo4 


ui igonuci eot iae on 




11C 

lib 


i n 
X u 


. 4 


1 9 
X / 


. b 


1 9 

lo 


X 


A DP/1 9 Q 9 9 

At5L4 0 yzz 


ui igonuci eot iae on 


c 


11 / 


i n 
1 U 


A 

. 4 


1 9 
X / 


(Z 

. b 


1 "3 


1 


ADDflOl 1 9 

Aor Uo X X / 


Oligonucleotide SE 




1 1 Q 
llo 


10 


. 4 


1 9 
X / . 


(Z 

. b 


1 9 

lo 


X 


a nun 9 9 n n 
AoriU / JUL) 


Oligonucleotide SE 


c 


1 1 Q 


10 


. 4 


1 1 
X / . 


. b 


1 1 

lo 


1 


AbL4o yzo 


Oligonucleotide SE 


c 


ion 
X z (J 


10 


.4 


1 *7 

X / . 


. b 


1 9 

lo 


1 


Abr 0 lz DD 


Oligonucleotide SE 




1 9 1 

Izl 


10 


.4 


1 -7 

X / . 


. b 


1 9 

lo 


1 


Abb 0 0 0 0 U 


Oligonucleotide SE 


c 


1 9 9 
X Z Z 


10 


.4 


1 9 

X / . 


rz 

. b 


1 1 
1 O 


1 


A "DIJ 1 1 TOO 

Abnl lzzo 


Oligonucleotide SE 


c 


19 9 
Xz O 


10 


. 4 


1 9 

X / . 


. b 


1 9 

lo 


1 


ADCQQ9Q9 

Abr 0 y z 0 / 


Oligonucleotide SE 




Iz 4 


10 


.4 


i n 
X / . 


. b 


1 1 

lo 


-i 
X 


Abr z4o / 0 


Oligonucleotide SE 


c 


1 9 Q 
1ZD 


10 


. 4 


1 9 

X / . 


. b 


1 1 

lo 


X 


Abr 0 0 0 0 1 


Oligonucleotide SE 


r> 
\~ 


X ^ o 


10 


.4 


1 7 


. \j 


1 9 

-L O 


1 

J. 


riDn U / O \J -L 


P 1 -j o;pttiip"1 opt" n Ho QT? 

uiiyuiiuLicULiue on 




127 


10 


.4 


17. 


.6 


13 


1 


ABC4663 0 


Oligonucleotide SE 


c 


128 


10 


.4 


17 . 


.6 


13 


1 


ABH21531 


Oligonucleotide SE 




129 


10 


.4 


17 . 


. 6 


13 


1 


AAS16040 


Human Ext 2 polymor 




130 


10 


.4 


17 . 


.6 


13 


1 


ABX10150 


Human TIGR/Myocili 


c 


131 


10 


16. 


. 9 


12 


1 


ABI21398 


Oligonucleotide pr 


c 


132 


10 


16. 


. 9 


12 


1 


ABI09503 


Oligonucleotide pr 





133 


10 


16 . 


. 9 


12 


1 


ABIdzIUJ 


Oligonucleotide pr 


c 


134 


10 


16 . 


. 9 


12 


1 


AB 17 8619 


Oligonucleotide pr 




135 


10 


16 . 


. 9 


12 


1 


ABI02398 


Oligonucleotide pr 




136 


10 


16. 


. 9 


12 


1 


ABI11213 


Oligonucleotide pr 




137 


10 


16. 


. 9 


12 


1 


ABH86617 


Oligonucleotide pr 




138 


10 


16. 


.9 


12 


1 


ABH76767 


Oligonucleotide pr 


c 


139 


10 


16. 


. 9 


12 


1 


ABH68372 


Oligonucleotide pr 


c 


140 


10 


16. 


. 9 


12 


1 


ABH90265 


Oligonucleotide pr 


c 


141 


10 


16. 


. 9 


12 


1 


ADZ85129 


MODY 3 diabetes -as 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



March 23, 2006, 15:38:11 ; Search time 0.001 Seconds 

(without alignments) 
40.320 Million cell updates/sec 

US-10-633-659-1-N455 
59 

1 cggggccaggagctaggttt ccctcagcacagggtctgtg 60 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 0.5 



22 seqs, 336 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 22 summaries 



44 



Database 



issdb: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





NO. 


Score 


Match 


Length 


DB 


ID 








Description 




1 


15 


25 


. 4 


16 


1 


US- 


•09 


-813 


-031-5 


Sequence 


5, Appli 




2 


15 


25 


. 4 


16 


1 


US- 


•09 


-813 


-031-6 


Sequence 


6, Appli 




3 


15 


25 


. 4 


16 


1 


US- 


•09 


-813 


-031-7 


Sequence 


7, Appli 




4 


15 


25 


. 4 


16 


1 


us- 


■09 


-813 


-031-8 


Sequence 


8, Appli 


c 


5 


15 


25 


. 4 


16 


1 


us- 


■09 


-813 


-031-13 


Sequence 


13, Appl 


c 


6 


15 


25 


.4 


16 


1 


us- 


09 


-813 


-031-14 


Sequence 


14, Appl 


c 


7 


15 


25 


. 4 


16 


1 


us- 


09 


-813 


-031-15 


Sequence 


15, Appl 


c 


8 


15 


25 


.4 


16 


1 


us- 


09 


-813 


-031-16 


Sequence 


16, Appl 




9 


15 


25 


. 4 


16 


1 


us- 


09 


-813 


-990A-5 


Sequence 


5, Appli 




10 


15 


25. 


. 4 


16 


1 


us- 


09 


-813 


-990A-6 


Sequence 


6, Appli 




11 


15 


25. 


. 4 


16 


1 


us- 


09 


-813 


-990A-7 


Sequence 


7, Appli 




12 


15 


25. 


. 4 


16 


1 


us- 


09 


-813 


-990A-8 


Sequence 


8, Appli 


c 


13 


15 


25. 


,4 


16 


1 


us- 


09 


-813 


-990A-13 


Sequence 


13, Appl 


c 


14 


15 


25 . 


, 4 


16 


1 


us- 


09 


-813 


-990A-14 


Sequence 


14, Appl 


c 


15 


15 


25. 


, 4 


16 


1 


us- 


09 


-813 


-990A-15 


Sequence 


15, Appl 


c 


16 


15 


25. 


, 4 


16 


1 


us- 


09 


-813 


-990A-16 


Sequence 


16, Appl 




17 


12 


20. 


.3 


15 


1 


us- 


09 


-474 


-432B-137 


Sequence 


137, App 




18 


12 


20. 


.3 


15 


1 


us- 


09 


-476 


-387-137 


Sequence 


137, App 



19 


11 


18 . 


. 6 


13 


1 


US- 


09-474 


-432B-136 


Sequence 


136, App 


20 


11 


18. 


.6 


13 


1 


us- 


09-476 


-387-136 


Sequence 


136, App 


21 


10.4 


17. 


.6 


12 


1 


us- 


09-393 


-783A-27 


Sequence 


27, Appl 


22 


10.4 


17 . 


.6 


12 


1 


us- 


09-151 


-890B-27 


Sequence 


27, Appl 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



March 23, 2006, 15:40:29 



US-10-633-659-1-N455 
59 

1 cggggccaggagctaggttt . 



Search time 0.001 Seconds 

(without alignments) 

105.600 Million cell updates/sec 



. ccctcagcacagggtctgtg 60 



I DENTI TY_NUC 

Gapop 10.0 , Gapext 0.5 



55 seqs, 880 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



110 



Post-processing: 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 55 summaries 

gedb : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 

NO. 



Score 



Query 

Match Length DB 



ID 



Description 



1 


18 


30. 


.5 


19 


1 


BD178516 


2 


18 


30. 


.5 


19 


1 


BD178517 


3 


18 


30. 


.5 


19 


1 


BD178518 


4 


18 


30. 


.5 


19 


1 


BD178519 


5 


18 


30. 


.5 


19 


1 


BD182909 


6 


18 


30 . 


. 5 


19 


1 


BD182910 


7 


18 


30 . 


, 5 


19 


1 


BD182911 


8 


18 


30. 


.5 


19 


1 


BD182912 


9 


15 


25 , 


.4 


16 


1 


BD090455 


10 


15 


25 , 


, 4 


16 


1 


BD090456 


11 


15 


25 , 


.4 


16 


1 


BD090457 


12 


15 


25. 


,4 


16 


1 


BD090458 


13 


15 


25. 


, 4 


16 


1 


BD090463 


14 


15 


25. 


, 4 


16 


1 


BD090464 


15 


15 


25. 


. 4 


16 


1 


BD090465 


16 


15 


25. 


.4 


16 


1 


BD090466 


17 


15 


25 . 


. 4 


16 


1 


BD090750 



ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 
ACCESSION: 



BD178516 
BD178517 
BD178518 
BD178519 
BD182909 
BD182910 
BD182911 
BD182912 
BD090455 
BD090456 
BD090457 
BD090458 
BD090463 
BD090464 
BD090465 
BD090466 
BD090750 





1 o 

lo 


15 


o cz 

z5 . 


4 


16 


l 


Duuyu /bl 




i y 


15 


zb . 


, 4 


lo 


l 


buuy u / bz 




Z u 


lb 


z b . 


4 


lo 


i 


nnn q a -j c o 

diJU y U / b J 


c 


z 1 


Id 


o cz 

zb . 


4 


lb 


l 


biJUyu /bo 


c 


ZZ 


i rz 
1 5 


z b . 


, 4 


lo 


l 


buuyu /by 


c 


zo 


n cz 
1 5 


zb . 


4 


lo 


1 


nJJUyu /bU 


c 


O A 

Z 4 


1 D 


zb . 


. 4 


lo 


l 


ijjjuyu /bi 




Z b 


1 D 


Zb . 


. 4 


lo 


i 


AK4 4 1 / bb 




z6 


lb 


z b . 


. 4 


16 


1 


7\D/i /i t nan 
AK4 4 1 / bb 




Z / 


i rz 
15 


z b . 


■ 4 


lo 


1 


AK4 4 1 /b / 




o o 
ZO 


1 cz 

15 


z b . 


A 

. 4 


16 


1 


AO/1 /I T "~l C. O 

AK4 4 1 /bo 


c 


zy 


T CZ 

15 


z b . 


, 4 


16 


1 


AK4 4 1 / / o 


c 


J U 


1 D 


z b . 


, 4 


1 C 

lo 


1 


A"D A A~\ HI A 

AK4 4 1 / / 4 


c 


o 1 


1 c 

lb 


z b , 


. 4 


lo 


-1 
1 


AK4 4 1 / / b 


c 


oz 


i cz 
1 b 


z b , 


. 4 


i a 
lo 


1 


A"D/1yl 1 Hid 
AK4 4 1 / / b 






1 cz 

1 b 


z b . 


A 

■ 4 


lb 


1 
1 


AKb / / bz b 




"3 A 

o 4 


1 b 


z b . 


, 4 


lb 


1 


AKb / / bz b 




O D 


l b 


z b . 


. 4 


lb 


1 


AKb / / bZ / 




OO 


1 b 


z b . 


. 4 


16 


1 


AKb / /bzo 


c 


o / 


lb 


z b . 


, 4 


lb 


1 


AKb / / boo 


c 


o o 
oo 


lb 


z b . 


A 

. 4 


16 


1 


AKb //dj4 


c 


"3 Q 


1 cz 

1 b 


z b 


. 4 


1 c 
16 


1 


AKb / / bo b 


c 


4 U 


1 cz 

lb 


o cz 
z b 


. 4 


16 


1 


AKb / / bob 




A 1 

4 1 


14 


ZO 


. / 


lb 


1 


i=5Ul /o bz 1 




4z 


1 A 

14 


z J 


. / 


lb 


1 


BUI /obzz 




4 0 


T A 

14 


ZO 


. 7 


1b 


1 


BUI /o bzo 




4 4 


14 


Z 3 


-7 
. / 


lb 


1 


BUI / o bz4 




4 b 


14 


Z J 


. / 


1 b 


-1 
1 


DH1 OOQ1 A 

BUI o z y 14 




4 6 


14 


z J 


. 7 


15 


1 


BDloz y 15 




/I *~7 

4 / 


14 


z^ 


—7 

. 1 


1 b 


1 


BUloz y lb 




A O 

4 o 


1 A 

14 


z J 


. / 


lb 


1 


nni O O O 1 *~7 

Buiozy i / 


c 


49 


12 . 8 


21 


. 7 


16 


1 


BD266222 




50 


12 


20 


.3 


15 


1 


AR285765 




51 


12 


20 


.3 


15 


1 


AR397756 




52 


11 


18 


. 6 


13 


1 


AR285764 




53 


11 


18 


. 6 


13 


1 


AR397755 




54 


10.4 


17 


. 6 


12 


1 


AR199318 




55 


10.4 


17 


.6 


12 


1 


AR218368 



ACCESSION: BD090751 
ACCESSION : BD090752 
ACCESSION :BD090753 
ACCESSION :BD090758 
ACCESSION: BD090759 
ACCESSION :BD090760 
ACCESSION : BD090761 
ACCESSION :AR441765 
ACCESSION :AR441766 
ACCESSION :AR441767 
ACCESSION :AR44 1768 
ACCESSION :AR441773 
ACCESSION :AR44 1774 
ACCESSION :AR441775 
ACCESSION :AR441776 
ACCESSION :AR577625 
ACCESSION :AR577626 
ACCESSION :AR577627 
ACCESSION :AR577628 
ACCESSION :AR577633 
ACCESSION :AR577634 
ACCESSION :AR577635 
ACCESSION :AR577636 
ACCESSION: BD178521 
ACCESSION :BD178522 
ACCESSION: BD178523 
ACCESSION: BD178524 
ACCESSION : BD182 914 
ACCESSION: BD182915 
ACCESSION: BD182916 
ACCESSION : BD182 917 
ACCESSION :BD266222 
ACCESSION:AR285765 
ACCESSION:AR397756 
ACCES S I ON : AR2 85764 
ACCESSION :AR3 97755 
ACCESSION:AR199318 
ACCESSION:AR218368 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



March 22, 2006, 08:27:03 ; Search time 3766 Seconds 

(without alignments) 
7218.081 Million cell updates/sec 

US-10-633-659-1 
580.6 

1 atgagccagactccagggag ccagcactgcgcagggaccg 581 

I DENTI TY_JNHJC 

Gapop 10.0 , Gapext 1.0 



41078325 seqs, 23393541228 residues 

Total -number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



82156650 



Database 



EST:* 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 
11 



gb_estl : * 
gb_est2 : * 
gb_est3 : * 
gb_htc: * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_est7 : * 
gb_gssl : * 
gb_gss2 : * 
gb_gss3 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
NO. 



Score 



Query 

Match Length DB 



ID 



Description 



1 


129 


2 


22 


3 


516 


6 


CB151486 


CB151486 


K-EST0208 


2 


82 


8 


14 


3 


1099 


3 


BM542919 


' BM542919 


AGENCOURT 


3 


80 


4 


13 


8 


581 


3 


BP357610 


BP357610 


BP357610 


4 


80 


2 


13 


8 


583 


3 


BP352876 


BP352876 


BP352876 


5 


79 


6 


13 


7 


584 


3 


BP288529 


BP288529 


BP288529 


6 


79 


4 


13 


7 


582 


3 


BP287917 


BP287917 


BP287917 





7 


7Q A 


1 7 


R 

. 3 


Rft 9 


9 


RP9 ft ft 74 7 


RD9ftft747 RD9fift747 




p 
o 


7 A 4 
/ o . *± 


X j 


R 


669 

O D Z 


1 

X 


AH1 99R00 


AT11 99R00 ATT199R00 
M.UXZZ3UU AUXZZ3UU 




q 

y 


76 ft 


1 7 
X 0 


9 
. Z 


Rft 9 
3 0 Z 


9 


RP99709ft 
Ljtr zz / \J y 0 


RP99709Q RD99709ft 
DtrAZ, /\JyO OrZZ l\JyO 




i o 
X u 


1 D . O 


1 7 


. Z 


7 Rft 
/ 30 


R 
3 


T7T TR09A 9 9 
DUDUZriZZ 


QTTR09A99 APT?MPPTTDT 

DU3Uz4zz AvjnjiNHwvJUK 1 




X X 


77 6 


1 9 
X z 


7 


7 0 0 


X 


7\ T T0QR6RR 


ATTOOP^RR ZiTT09PCRR 




xz 


/ Z . O 


1 9 
XZ 


c 
. 3 


Q 1 9 


C 

3 


DOT) OylCQ 
Dl^ / Z Z r± D -/ 






1 7 

X3 


7 0 ft 


1 9 
XZ 


. Z 


p 9 7 


cz 
O 


DT TR9 1 7 9 £ 
OUDZ X / Z D 


DITC71 T)C AP ITMPPT IDT 

bU3zl/ZD AUoNLUUKl 




1 4 
x *± 


69 ft 
uz . 0 


1 0 


p 


R R q 

dd y 


9 
z 


RF97 1 4 ft 1 


RPQ71 ^09979710 
or j / 14ol OUZZ3-//XU 




1 R 
X 3 


£ 9 Q 
bZ . O 


1 n 
x u 


p 
. O 


7/10 
/ 4 U 


9 


DTQ1 H7R7 


DiyiUJjJ bUJUboUUb 




1 £ 
X D 


£9 ft 

DZ . O 


i 0 
x u 


p 


P 7 R 
O / 3 


9 
Z 


qp 7 7 q c p r 


Dp9 9Q/rQir cno / "370C1 

r3Li33ybo3 bUz43/zbl 




17 


69 ft 

D Z • O 


X VJ 


p 


99 7 


9 
Z 


RH7 7 99 OS 
Duj 3 y Z U 3 


dp 97q9riR ^094770^1 
DujjjZUj bUZf±3/UbX 




1 ft 
x o 


61 9 

D X . Z 


X u 


R 

. 3 


4 10 

1 X V 


D 


PH7 0 9Rft 7 
/ KJy DO 1 


PF>709RP7 l?CTOC1 1 A 
L-JJ/Ui730 / HiOlZbXXrt 




1 9 


rr q 

33.0 


q 
y 


. D 


7ft 7 

JO/ 


1 
X 


A\/6ft71 1 7 

rivOO /XX3 


Zi\7^R71 1 7 A\7^Q71 1 7 




z u 


qc p 
jj . 0 


q 


(Z 


ft Q7 
Oy I 


R 


RH79 9 6 9 7 
£3 v/ / Z Z 0 3 


RP'79 9CQ9 A P CM PPT TD T* 
rSy/ZZby3 AUnlMLUUKl 




Z X 


R 1 4 


p 


q 

. Z> 


ft 4 1 


X 


ATT1 91 Rq9 

i-\.U X Z X 3 -/ Z 


ATTT9TRQ9 ATTT91RQ9 




9 9 
z z 


4 7 ft 


p 

0 


. z 


R P 1 


9 
3 


Dir Z O 0 ri X U 


Dirzob^xU Drzob41U 




9 7 
z 3 


4 7 9 
*± / . z 


p 


1 

. X 


Q 9 R 


1 0 
X U 


PTvTQOOq 1 D 


AT Pi R 9 n 1 9 r>v^o /^y-\"h -i 1 

ALU jjUIj UxOSOpnil 




94 
z i 


4 7 


p 

0 


. x 


14 64 

X 1 D 1 


9 

3 


RM9 1 ft 0 R 7 
Drij? X 0 U 33 


RMQ1PHR9 A P CM PPT TD T 




9 r 

Z D 


4 £ 
4 D 


7 


q 
. y 


D / O 


9 
3 


DT/iCI 9RR 
DX4tDX / 33 


Dl4bl/33 bU3ZUz41U 




96 
Z D 


4 R 6 
*± 3 . D 


7 


q 
. y 


(TOO 
D O Z 


1 0 

X u 


PT 1 R nc 1 7 


PT 1RA/C19 999 T 

LLi jUbio 1U4 33Z 1 




9 7 
z / 


4 R 6 

T 3 . b 


7 


q 
. y 


74 q 

/ 4 J? 


1 0 
X u 


L-XjX3 UO 


PT 1RA£"1/1 999 1 
UXjX3Ubx4 1U4 33Z 1 




28 


45.4 


7 


P 
. 0 


61 9 

O X _7 


7 


PVS74 9 ft 1 

\^vZJ /1ZOX 


PVR749Q1 noOOHl H t/ 
tvj / 'tZOl OcrzZQXU.y 




9 9 

z -7 


4 S 9 

1 -J . Z 


7 


p 


7 ft 9 
j 0 > 


1 

X 


a \/69 04 R 7 


A\7'C90AR7 7S.\7£. Q C\ A CH 




7 0 


44 ft 


7 


7 


964 


1 0 
x u 




AT 0^R9RA nmc/>r\Vi -i 1 

AXjUb3z.34 jjxosopnix 




31 


44 . 4 


7 




1 067 

X \J 0 / 


q 


R70S91 77 


R70R9177 -inr7nhm 
DZjU3ZX3 / Jlli /UXJUX . 




79 

O Z 


44 9 


7 




9 7 1 


1 
X 


AT .Rft 74 1 R 
i-iXj3 O 3 ^1 X 3 


AT RP7A1 R AT RQ9/11 R 
AXj3 O 3 4 X 3 ALi 3 O 3 4 1 3 




33 


44 


7 


• vj 


1 4 SO 

X *± J \J 


Q 
0 


DM7 9 1097 

LylNJ / Z X v 3 


T9KT79 1 0 97 PMR17 7 CO 




34 


43 6 


7 


R 

> J 


ft 7 9 

O 3 Z/ 


1 0 

X \j 


pMCn H4MR 


ALU jizou Jjrosopnix 




7 S 


4 7 
1 3 


7 


4 


94 9 
*± z 


R 

3 


RY4 4 7 9 £ 9 


oA44 /ybz: da44 fyoZ 






4 7 

rr Zj 


7 


4 


9 S 1 

_7 3 X 


1 
X 


ZVT.RR904 1 
,HXj3 3 -/ U f± X 


ATRR9HA1 ATRRQA/1T 
ALDj^Ull AJ_i3 3yU41 




7 7 
3 / 


4 9 ft 


7 


A 


7 7 O 


q 
z) 


AACQ/1/1 Q1 


Aybo44yi KFLi-11-4 




7ft 
3 o 


4 9 ft 


7 


A 


ft 0 7 


q 
z) 


PPzl P P 0 R7 
L.V_^t 0 O U 3 / 


PP/1 O O A C ^7 AUO /I A O "1 A 




7 9 


42 . 6 


7 


9 

. 3 


69 9 
0 z z 


q 


PP09 09ft 9 
^.CjU z U O Z 


PU 1 A3AQOO 4--! /-t /vn i~< 

LbUzuybz cigir-gss-- 




40 


42 


7. 


,2 


554 


10 


AG008555 


AG008555 Homo sapi 




41 


42 


7 . 


.2 


686 


10 


AG007239 


AGO 072 3 9 Homo sapi 




42 


41.8 


7. 


.2 


738 


10 


CNS015ST 


AL105863 Drosophil 




43 


41.6 


7. 


.2 


683 


10 


AG007238 


AG007238 Homo sapi 




44 


41.6 


7 . 


.2 


895 


10 


CZ274878 


CZ274878 ZMMBF0056 


C 


45 


41.4 


7 . 


. 1 


589 


9 


AZ996598 


AZ996598 2M0282P13 



GenCore version 5.1.7 

Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



March 22, 2006, 09:31:00 ; Search time 370 Seconds 

(without alignments) 
3661.408 Million cell updates/sec 

US-10-633-659-1 
580.6 

1 atgagccagactccagggag ccagcactgcgcagggaccg 581 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 8023312 seqs, 1165852854 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



16046624 



Post-processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : Publ ished_Applications_NA_New: * 

1 : /cgn2_6/ptodata/l/pubpna/US08 

2 : /cgn2_6/ptodata/l/pubpna/US06 

3 : /cgn2_6/ptodata/l/pubpna/US07 

4 : /cgn2_6/ptodata/l/pubpna/PCT 

5 : /cgn2_6/ptodata/l/pubpna/US09 

6 : /cgn2_6/ptodata/l/pubpna/US09 

7 : /cgn2_6/ptodata/l/pubpna/US10 

8 : /cgn2_6/ptodata/l/pubpna/US10 

9 : /cgn2_6/ptodata/l/pubpna/USll 

10 : /cgn2_6/ptodata/l/pubpna/USl 

11 : /cgn2_6/ptodata/l/pubpna/USl 

12 : /cgn2_6/ptodata/l/pubpna/USl 

13 : /cgn2_6/ptodata/l/pubpna/US6 



NEW_PUB.seq:* 
NEW_PUB. seq: * 
_NEW_PUB. seq: * 
NEW_PUB.seq:* 
NEW_PUB. seq: * 
NEW_PUB. seql : 
_NEW_PUB.seq:* 
_NEW_PUB.seql: 
_NEW_PUB. seq: * 
l__NEW_PUB.seq2 
l_NEW_PUB.seq3 
1_NEW_PUB. seq4 
0_NEW_PUB. seq: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 


41.6 


7 


2 


1192 


6 


US- 


09 


-925- 


065A- 


700785 


Sequence 


700785, 


2 


39.4 


6 


8 


600 


6 


US- 


09 


-925- 


065A- 


783232 


Sequence 


783232, 


3 


39 


6 


7 


601 


6 


US- 


09 


-925- 


065A- 


503440 


Sequence 


503440, 


4 


39 


6 


7 


619 


6 


US- 


09 


-925- 


065A- 


770564 


Sequence 


770564, 


5 


39 


6 


7 


619 


6 


US- 


09 


-925- 


065A- 


770565 


Sequence 


770565, 





b 


O A 

3 9 


6 . 


HJ 


C 1 Q 

6 1 y 


zT 

b 


T TC 

Ub - 


A Q 

0 y - 


y z b - 


A zT C A O O A C zT zT 

ObbA- / / Ob 66 


Sequence 


0 0 a c c. a 

1 1 0b66 , 


c 


7 


o n 

3 9 


6 . 


, / 


1 0 a o 
lo 0z 


b 


T TC 

Ub - 


A Q 

oy - 


92b - 


A ZT C 7\ zT O C zT C C 

065A- 6 /b6b6 


Sequence 


zT 0 c a c a 
6 /b6b6 , 


c 


o 
o 


O A 

39 


6 . 


/ 


1 Q A O 

lo Oz 


b 


T TC 

Ub - 


A Q 

oy - 


yzb - 


A zT C A ZT O C (Z C O 

06bA- 6 / bbb / 


Sequence 


C O C ZT C O 

6 /b6b / , 




9 


O O /I 

38.4 


6 . 


6 


A A 

/44 


b 


T TC 

Ub - 


A O 

oy - 


AAr 

92b - 


AzTCA OCOQ/T 

065A- 75796 


Sequence 


O C O Q zT A 

/b / y6 , A 




10 


"DO O 

38.2 


6 . 


b 


C "7 A 

b /O 


b 


T TC 

Ub - 


A Q 

oy - 


yzb - 


A£CA OQQzT/TO 

06bA- /yy66z 


Sequence 


/ y y 66z , 




11 


38 . 2 


6 . 


6 


570 


6 


T TO 

Ub - 


A A 

09- 


An r 

925- 


AzTC7\ OCOzrO""7 

065A-853637 


Sequence 


0 c 0 r 0 0 

853637 , 




i o 

12 


O O O 

38 . 2 


6 . 


b 


633 


6 


T TC 

Ub - 


A A 

0 9- 


Q O C 

925 - 


A/TCA QIOzTOO 

06bA- y 1 lb / O 


Sequence 


AT O zT O O 

917678 , 




13 


TQ O 

3o . z 


b . 


, b 


c 0 1 
633 


b 


T TC 

Ub - 


A Q 

0 y - 


QOC 

yzb - 


ObbA- y 1 /o / y 


Sequence 


Q 1 O zT O Q 

y 1 / 6 / y , 


c 


14 


o o 

38 


b . 


. 5 


604 


b 


T TC 

Ub - 


A A 

09- 


AAr 

925 - 


AzTCA ZTAQCCA 

065A- 60 y 550 


Sequence 


r A A C C A 

609550 , 


c 


1 c 

15 


o o 
io 


b . 


. b 


zT O O 

6zo 


b 


T TC 

Ub - 


A A 

09 - 


9zb - 


A C. C A COzCOOO 

06bA-bzb3 IZ 


Sequence 


CT O zT O "7 O 

5263 /z , 


c 


o a 
16 


3 / . o 


b . 


b 


z 9 bo4 


/ 


T TC 

Ub - 


1 A 

10- 


O O A 

330 - 


OOO zT 1 O 

116- 6 lz 


Sequence 


612, App 


c 


1 / 


O O zT 

3 1 . b 


b . 


c 


104 6 


O 
O 


T TC 

Ub - 


T A 

10- 


OCA 

/b0 - 


TOC COOIO 

lob-b /31o 


Sequence 


C ""7 O T O A 

573 18 , A 


c 


1 O 

lo 


3 / . 6 


b . 


b 


1 A A zT 

104 6 


O 
O 


T TC 

Ub - 


T A 

10 - 


OCA 

/ b0 - 


zTOO COOTO 

6z3 - b /3 lo 


Sequence 


C O O 1 O A 

57318, A 




19 


37.4 


6 . 


. 4 


0 r\ rr 

905 


6 


T TC 

Ub - 


09 - 


925- 


Az"r a T A O 1 '~? 

065A-70317 


Sequence 


70317, A 




20 


37 . 4 


6 . 


, 4 


905 


6 


us - 


09 - 


925- 


065A-70318 


Sequence 


•"1 A ""i T A TV 

70318, A 




O T 

2 1 


37.4 


6 , 


, 4 


O A IT 

905 


6 


T TP 

Ub - 


09 - 


AAr 

925- 


065A-70319 


Sequence 


70319, A 




O Q 

22 


37.4 


r 
6 . 


. 4 


O A IT 

905 


6 


t rn 
Ub - 


A A 

09 - 


n 0 tr 

925- 


A /- r t\ ^7AOOA 

065A-7032 0 


Sequence 


*"7 A 1 A 7\ 

70320, A 




O O 

z3 


3 / . 4 


b . 


A 

. 4 


Q a r 

y ob 


b 


t tc 
Ub - 


A A 

oy - 


y z b - 


Arc A OAOOT 

06bA- /03z 1 


Sequence 


O A O O 1 A 

/03zl , A 




Z4 


37 


b . 


. 4 


o 0 c 

2 85 


6 


T TO 

US- 


A A 

09 - 


one 

925- 


A/^IT7\ /I O /I cor 

065A-484586 


Sequence 


A Ci A CO/' 

484 586, 




25 


O ""7 

37 


6 . 


. 4 


651 


6 


US- 


09 - 


925- 


065A-876677 


Sequence 


876677 , 




o zt 
z6 


O 1 

3 / 


b . 


, 4 


651 


b 


T TC 

Ub - 


A A 

0 9- 


A O CZ 

925 - 


A/"CA AACOOO 

065A- 905822 


Sequence 


Q A tr 0 0 0 

9 05822 , 


c 


o n 
z / 


3 b . o 


b . 


. 3 


C O Q 

bz 0 


b 


T TC 

Ub - 


A Q 

0 y - 


QOC 

y zb - 


AzTCA /1/TACTT 

06bA-460bll 


Sequence 


460511, 


c 


O Q 
Z O 


0 C Q 

3b . o 


b , 


. 3 


CO Q 

bz 0 


b 


T TC 

Ub - 


A Q 

0 y - 


QOC 

y z b - 


AzTCA /IZTACIO 

0bbA-4b0blz 


Sequence 


460512, 




O Q 

z y 


O ZT /I 

3 6.4 


b . 


. 3 


/-A A 

6z 0 


b 


T TC 

Ub - 


A A 

09 - 


QOC 

92b - 


AzTCA QOA/1C 

06bA- 93 04 b 


Sequence 


93045, A 




o a 


O /T /I 

36.4 


r 

6 . 


-> 
. 3 


T A O O 

1088 


6 


T TC 

US - 


A A 

09 - 


a a r 

925- 


065A-550763 


Sequence 


550763, 




O 1 

J 1 


O zT A 

36.4 


r 
b . 


. 3 


iz y 1 


0 
0 


T TC 

us - 


10 - 


O C A 

750- 


IOC /IOOAO 

185 -4z70y 


Sequence 


42709, A 




o o 
32 


O zT A 

36.4 


b ■ 


-> 
. 3 


"1 O A 1 

iz y 1 


0 
0 


T TC 

us - 


T A 

10 - 


-7 C A 

750 - 


rOO >lO*~7AA 

623 -42709 


Sequence 


42709, A 


c 


o o 


36 . 4 


b 


. 3 


*7 A C A 

/4 bO 


Iz 


Ub 


(-11 


T O A 


~) ZT O A T A O 

-36 /A -103 


Sequence 103, App 


c 


o /i 
34 


O zT yl 
36.4 


b . 


. 3 


A zT "5 A 

9630 


12 


T TC 

US 


* " 1 1 


T O A 

- 124 


-3 67A- 102 


Sequence 102, App 




O c 
J 5 


0 zT /I 

36.4 


b . 


. 3 


H /l zT Q zT A 

z4 6y 60 


Iz 


T TC 
US 


'-11 


TOT 

- iz 1 


ao r n 

- 0o 6 - 0 


Sequence 8, Appli 




O C 
3 6 


O ZT O 

36 . z 


b . 


. Z 


c 0 c 

bzb 


zT 

b 


T TC 

US - 


A O 

09 - 


QOC 

925 - 


AzTCA OOO/tCA 

065A- 8 /74 50 


Sequence 


877450, 


c 


3 1 


o tz o 
36 . Z 


b . 


0 
. z 


zT O O 

62o 


b 


T TC 

us - 


A A 

09 - 


QOC 

92b - 


AzTCA TOQ/ITf 

06bA-799476 


Sequence 


799476, 


c 


O Q 

3 O 


O ZT O 

36 . z 


b . 


. Z 


/"OA 

b3 0 


b 


T TC 

Ub - 


A Q 

0 y - 


QOC 

yzb - 


AzTCA OzT/IOzTyi 

06bA- /64o64 


Sequence 


764864, 


c 


0 Q 

o y 


jD . Z 


ZT 

b . 


. z 


con 


zT 

b 


T TC 

Ub - 


n q 
u y 


QOC 

y zd - 


A/CCA QOIQOO 

UbbA- o3 1 y / / 


Sequence 


831977, 


c 


40 


36 


6. 


.2 


463 


6 


US- 


09- 


925- 


065A-783195 


Sequence 


783195, 




41 


36 


6 , 


.2 


485 


6 


US- 


09- 


925- 


065A-149786 


Sequence 


149786, 


c 


42 


36 


6. 


. 2 


558 


6 


US- 


09- 


925- 


065A-469258 


Sequence 


469258, 




43 


36 


6 


. 2 


612 


6 


US- 


09- 


925- 


065A-802945 


Sequence 


802945, 




44 


36 


6 . 


. 2 


612 


6 


US- 


09- 


925- 


065A-856429 


Sequence 


856429, 




45 


35.8 


6. 


.2 


1846 


8 


us- 


10- 


750- 


185-59483 


Sequence 


59483, A 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



March 22, 2006, 08:36:13 ; Search time 874 Seconds 

(without al ignments ) 
5497.149 Million cell updates/sec 

US-10-633-659-1 
580. 6 

1 atgagccagactccagggag ccagcactgcgcagggaccg 581 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

9793542 seqs, 4134689005 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



19587084 



Database : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



Published_Applications_NA_Main : * 
/cgn2_6 /ptoda ta/l/pubpna/US07 
/cgn2_6 /ptoda t a / 1 /pubpna /US 0 8_ 
/ cgn2_6 /p t oda t a / 1 /pubpna /US 0 9A 
/cgn2_6/ptodata/l/pubpna/US09B 
/cgn2_6/ptodata/l/pubpna/US10A 
/cgn2_6 /ptoda ta /l /pubpna /US 1 0B 
/cgn2_6/ptodata/l/pubpna/US10C 
/cgn2_6/ptodata/l/pubpna/US10D 
/cgn2_6 /ptoda ta / 1 /pubpna /US 1 0 E 
/cgn2_6/ptodata/l/pubpna/USll 



PUBCOMB . 

PUBCOMB . 
PUBCOMB 
PUBCOMB 
PUBCOMB 
PUBCOMB 
PUBCOMB 
PUBCOMB 
PUBCOMB 
PUBCOMB 



seq: * 
seq: * 
. seq: 
. seq: 
. seq: 
. seq: 
. seq: 
. seq: 
. seq : 
. seq : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



MO. 


Score 


Match 


Length 


DB 


ID 








Description 


1 


580.6 


100 


0 


581 


3 


US- 


09 


-813 


-031-1 


Sequence 1, Appli 


2 


580.6 


100 


0 


581 


3 


US- 


09 


-813 


-990A-1 


Sequence 1, Appli 


3 


580.6 


100 


0 


581 


9 


US- 


10 


-633 


-659-1 


Sequence 1, Appli 


4 


580 


100 


0 


581 


7 


US- 


10 


-070 


-415A-16 


Sequence 16, Appl 


5 


579. 6 


99 


8 


581 


7 


us- 


10 


-070 


-415A-39 


Sequence 39, Appl 


6 


579.6 


99 


8 


581 


7 


us- 


10 


-070 


-415A-40 


Sequence 40, Appl 


7 


579 


99 


7 


581 


3 


us- 


09 


-813 


-031-2 


Sequence 2, Appli 


8 


579 


99 


7 


581 


3 


us- 


09 


-813 


-031-3 


Sequence 3, Appli 





9 


579 


99 . 


, 7 


581 


3 


US-09 




10 


579 


99 . 


, 7 


581 


3 


US-09 




11 


579 


99 . 


, 7 


581 


3 


US-09 




12 


579 


99 . 


, 7 


581 


3 


US-09 




13 


579 


99 . 


. 7 


581 


9 


US- 10 




14 


579 


99 


. 7 


581 


9 


US -10 




15 


579 


99 . 


. 7 


581 


9 


US- 10 




16 


578 . 4 


99 . 


. 6 


581 


7 


US- 10 




17 


578 . 4 


99 , 


. 6 


581 


7 


US-10 




18 


578 . 4 


99 . 


, 6 


581 


7 


US-10 




19 


578 . 4 


99 , 


, 6 


581 


7 


US-10 




20 


578 . 4 


99 . 


. 6 


581 


7 


US-10 




21 


518 . 6 


89 . 


, 3 


5376 


8 


US-10 




22 


4 61 


79 . 


. 4 


2451 


8 


US-10 




23 


388 . 2 


66 . 


. 9 


5981 


6 


US-10 


c 


24 


277.4 


47 . 


. 8 


5981 


6 


US-10 




25 


122 


2 1 , 


, 0 


150 


3 


US-09 


c 


26 


106.8 


18 . 


. 4 


121 


9 


US-10 




27 


104 . 4 


18 , 


, 0 


549 


8 


US-10 


c 


28 


91 . 8 


15 . 


, 8 


5284 


6 


US-10 




29 


91 . 4 


15 . 


. 7 


2855 


5 


US-10 


c 


30 


44.2 


7 , 


, 6 


189 


3 


US-09 


c 


31 


44 . 2 


7 . 


. 6 
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GenCore version 5.1.7 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



March 22, 2006, 08:31:48 ; Search time 174 Seconds 

(without alignments) 
5935.421 Million cell updates/sec 

US-10-633-659-1 
580.6 

1 atgagccagactccagggag ccagcactgcgcagggaccg 581 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



2606114 



1303057 seqs, 888780828 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/l_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2__6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/H_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

7 : /cgn2_6/ptodata/l/ina/PP_COMB. seq: * 

8 : /cgn2_6/ptodata/l/ina/RE_COMB. seq: * 

9 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result Query 

No. Score Match Length DB ID 
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OM nucleic - nucleic search, using sw model 



Run on: March 22, 2006, 08:25:20 ; Search time 526 Seconds 

(without alignments) 
7361.571 Million cell updates/sec 

Title: US-10-633-659-1 
Perfect score: 580.6 

Sequence: 1 atgagccagactccagggag ccagcactgcgcagggaccg 581 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4996997 seqs, 3332346308 residues 



Total number of hits satisfying chosen parameters: 9993994 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : N_Geneseq_2 1 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2 002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2 004bs : * 
14 : geneseqn2005s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

g. 

Result Query 

No. Score Match Length DB ID Description 



1 580.6 100.0 581 4 AAI70373 Aai70373 Human MxA 

2 580.6 100.0 581 5 AAI70350 Aai70350 Promoter 

3 580 100.0 581 10 ABX08682 Abx08682 Pathogeni 

4 579.6 99.8 581 10 ABX08706 Abx08706 Pathogeni 
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GenCore version 5.1.7 

Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



March 22, 2006, 08:26:45 ; Search time 4559 Seconds 

(without al ignment s ) 
7244.142 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-633-659-1 
580.6 

1 atgagccagactccagggag ccagcactgcgcagggaccg 581 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



5883141 seqs, 28421725653 residues 



Total number of hits satisfying chosen parameters: 



11766282 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



GenEmbl : * 

1 : gb_ba : * 

2 : gb_in : * 

3 : gb_env : * 

4 : gb_om : * 

5 : gb_ov : * 

6 : gb_pat : * 

7 : gb_ph : * 

8 : gb_pr : * 

9 : gb_ro : * 
10: gb_sts:* 
11: gb_sy:* 
12: gb_un:* 
13: gb_vi:* 
14: gb_htg:* 
15: gb_pl:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
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2 580.6 100.0 581 6 BD090746 

3 580.6 100.0 581 6 AR441761 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic 



Run on: 



nucleic search, using sw model 
March 22, 2006, 09:37:39 



Search time 3079.5 Seconds 

(without alignments) 

227.896 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-633-659-l_COPY_441_4 55 
15 

1 ggtttcgtttctgct 15 



Scoring table: I DENT I TY__NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 41078325 seqs, 23393541228 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 100% 
Maximum Match 100% 
Listing first 500 summaries 



94 



Database 



EST: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 



gb_estl : * 
gb_est2 
gb_est3 : 
gb_htc: * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_est7 : * 
gb_gssl : * 
gb_gss2 : * 
gb_gss3 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 
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Length 
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94 


15 


100. 


0 


1849 


4 


CNS0AC88 


BX814013 Arabidops 



GenCore version 5.1.7 
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OM nucleic - nucleic search, using sw model 



Run on: March 22, 2006, 09:49:03 ; Search time 1002.5 Seconds 

(without alignments) 
34.888 Million cell updates/sec 

Title: US-10-633-659-l_COPY_441_455 
Perfect score: 15 

Sequence: 1 ggtttcgtttctgct 15 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 8023312 seqs, 1165852854 residues 



Total number of hits satisfying chosen parameters: 0 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 100% 
Maximum Match 100% 
Listing first 500 summaries 



Database : Published_Applications_NA_New: * 

1 : / cgn2_6 /p t oda t a / 1 /pubpna /US 0 8_NEW_PUB . s eq : * 

2 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB. seq: * 

4 : /cgn2_6 /ptodata /I /pubpna/ PCT_NEW_PUB. seq:* 

5 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/ 1 /pubpna /US 09_NEW_PUB . seql : * 

7 : /cgn2_6/ptodata/l/pubpna/US10JSfEW_PUB. seq: * 

8 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seql : * 

9 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq: * 

10 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq2 : * 

11 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB.seq3 :* 

12 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq4 : * 

13 : /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB. seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



No matches found 
Search completed: March 22, 2006, 11:02:13 



Job time : 1002.5 sees 



GenCore version 5.1.7 

Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



March 22, 2006, 09:41:42 ; Search time 354.5 Seconds 

(without alignments) 
349.903 Million cell updates/sec 

US-10-633-659-l_COPY_441_4 55 
15 

1 ggtttcgtttctgct 15 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



9793542 seqs, 4134689005 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



24 



Post -processing: 



Minimum Match 100% 
Maximum Match 100% 
Listing first 500 summaries 



Database 



Published_Applications_NAJYIain: * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB. seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB.seq: 

4 : / cgn2_6 /p t oda t a / 1 /pubpna / US 0 9 B_PUBCOMB . s eq : 

5 : / cgn2_6 /p t oda t a / 1 /pubpna /US 1 0 A_PUBCOMB .seq: 

6 : / cgn2_6 /p t oda t a / 1 /pubpna / US 1 0 B_PUBCOMB .seq: 

7: /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB. seq: 

8 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB . seq : 

9 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB. seq: 

10 : /cgn2_6/ptodata/l/pubpna/USll_PUBCOMB. seq: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





NO. 


Score 


Match Length 


DB 


ID 








Description 




1 


15 


100. 0 


16 


3 


US- 


09 


-813 


-031-5 


Sequence 5, Appli 


c 


2 


15 


100. 0 


16 


3 


US- 


09 
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-031-13 


Sequence 13, Appl 
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16 


3 
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09 
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-990A-5 


Sequence 5, Appli 


c 
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3 


US- 


09 


-813 
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Sequence 13, Appl 
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9 
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-633 


-659-5 


Sequence 5, Appli 
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Sequence 13, Appl 
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Sequence 219280, 
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1 UU . 


A 

u 


b 3 y 


r 
D 


T TC 

Ub - 


i n 
1 U 


n o *7 
- Uz / 


/TOO OIQOQO 
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19 
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100. 


,0 


581 


9 


us- 


10 


-633 


-659-1 


Sequence 


1, Appli 


20 


15 


100. 


, 0 


600 


9 


us- 


10 


-972 


-079-36465 


Sequence 


36465, A 


21 


15 


100. 


. 0 


1257 


6 


us- 


10 


-369 


-493-43293 


Sequence 


43293, A 


22 


15 


100. 


. 0 


1569 


3 


us- 


09 


-938 


-842A-3879 


Sequence 


3879, Ap 


23 


15 


100. 


. 0 


1569 


3 


us- 


09 


-938 


-842A-3879 


Sequence 


3879, Ap 


24 


15 


100. 


, 0 


5376 


8 


us- 


10 


-492 


-396-7 


Sequence 


7, Appli 



GenCore version 5.1.7 
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OM nucleic - nucleic search, using sw model 



Run on: March 22, 2006, 09:34:33 ; Search time 400.75 Seconds 

(without alignments) 
249.458 Million cell updates/sec 

Title: US-10-633-659-l_COPY_441_455 
Perfect score: 15 

Sequence: 1 ggtttcgtttctgct 15 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



4996997 seqs, 3332346308 residues 



Total number of hits satisfying chosen parameters: 18 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 100% 
Maximum Match 100% 
Listing first 500 summaries 



Database : N_Geneseq__2 1 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004as : * 

13 : geneseqn2004bs : * 

14 : geneseqn2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 

c 2 
3 

C 4 



15 100.0 

15 100.0 

15 100.0 

15 100.0 



16 4 AAI70377 

16 4 AAI70385 

16 5 AAI70354 

16 5 AAI70362 



Aai70377 Human MxA 
Aai70385 MxA gene 
Aai70354 Human MxA 
Aai70362 Human MxA 
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OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



March 22, 2006, 09:35:25 ; Search time 874 Seconds 

( wi t hout a 1 ignment s ) 
975.574 Million cell updates/sec 

US- 10-633 -659- l_COPY_441_455 
15 

1 ggtttcgtttctgct 15 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

5883141 seqs, 28421725653 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 100% 
Maximum Match 100% 
Listing first 500 summaries 



55 



Database 



GenEmbl : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



gb_ba : * 
gb_in : * 
gb__env : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gb__ph : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 
gb_htg : * 
gb_pl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 15 100.0 16 6 BD090455 

C 2 15 100.0 16 6 BD090463 



BD090455 Carrier f 
BD090463 Carrier f 
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